Pseudomonas syringae is a ubiquitous bacterium that readily persists in environmental habitats as a saprophyte and also is responsible for numerous diseases of crops. Here, we report the whole-genome sequences of 10 strains isolated from both woody and herbaceous plants that will contribute to the elucidation of the determinants of their host ranges. 
he Pseudomonas syringae complex is composed of 13 phylogenetic groups (1) collectively able to cause disease on more than one hundred plant species (2, 3) . P. syringae strains have also been isolated from substrates other than plants in various habitats linked to the water cycle. Many of these environmental strains, when tested in the laboratory, are also pathogenic for several plant species (4, 5) . Here, we sequenced, assembled, and annotated the whole genomes of 10 strains of P. syringae isolated from diverse plants and representing 3 phylogenetic groups. These strains were chosen to represent different host range spectra based on the results of research to be reported elsewhere. From phylogroup 1, the strains included CFBP 1657 (pv. maculicola) isolated from Brassica oleracea, CFBP 1702 (pv. viburni) isolated from Viburnum sp., and PaVt10 (5) (pv. avellanae) isolated from Corylus avellana. From phylogroup 2, the strains were 41a from Prunus armeniaca and CFBP 1754 (pv. papulans) from Malus sylvestris. From phylogroup 3, we sequenced the genomes of strains CFBP 3205 (pv. amygdali) from Prunus dulcis, CFBP 3225 (pv. meliae) from Melia azedarach, CFBP 3226 (pv. dendropanacis) from Dendropanax trifidus, CFBP 4219 (pv. daphniphylli) from Daphniphyllum sp., and PseNe107 (5) (pv. savastanoi) from Olea europaea. With the exception of strain 41a, all other strains were from reference collections and were described previously. For all strains, DNA was extracted by using the Qiagen Genomic-tip 100/G kit after growing strains overnight at 26°C in a liquid nutrient broth. Illumina libraries were constructed with the NEXTflex PCR-free DNA sequencing kit and NEXTflex PCR-free barcodes, and genomes were sequenced by using MiSeq M00185 (250-bp paired-end reads). The insert sizes for each genome are reported in Table 1 . Overall, the average insert size was 389 bp. De novo assembly was performed by using a pipeline that consists of a combination of Velvet (6), SOAPdenovo, and SOAPGapCloser (7). The structural annotation of the contigs was achieved as previously described (8) . The features for each genome are reported in Table 1 . Analysis of the 10 P. syringae genomes showed that all strains present a complete type III secretion system.
Nucleotide sequence accession numbers. These whole-genome shotgun projects have been deposited at DDBJ/EMBL/GenBank under the accession numbers listed in Table 1 . 
